Klebsiella pneumoniae of capsular type K1 is the most common causative agent of both health care-associated and community-acquired infections. Here, we report the draft genome sequences of 10 K1-type K. pneumoniae strains isolated from patients in an infectious disease hospital and neurosurgical intensive care unit in Russia.
Additional information on strain characterization is provided in a previous publication (7) . b BLA, beta-lactams; AMI, aminoglycoside; FQN, fluoroquinolone; FOS, fosfomycin; PHE, phenicol; SUL, sulphonamide; TRI, trimethoprim; TET, tetracycline; MLS, macrolide, lincosamide, and streptogramin B. Resistance phenotype was determined using a Vitek 2 Compact instrument (bioMérieux, France). ResFinder v.2.1 (14) was used to determine the presence of resistance genes.
Volozhantsev et al. phenotype are even more complicated because of the presence of two more plasmids, namely a cryptic plasmid, Col440I, that was detected in many extended-spectrum beta-lactamase (ESBL)-producing and carbapenem-resistant K. pneumoniae strains (12) , and an IncFIA(HI1) plasmid that is possibly associated with armA, sul1, msr(E), and mph(E) genes. It is important to emphasize the identification of epidemiologically significant genes encoding the bla OXA-48 carbapenemase and the bifunctional enzyme aac(6=)-Ib-cr. The presented diversity of the genomes in the K. pneumoniae strains reflects the important role of plasmids in the horizontal transfer of resistance genes, which is the prevalent mechanism of originating antimicrobial resistance acquisition in bacterial pathogens (13) .
Data availability. Genome sequences were deposited in the GenBank/ENA/DDBJ databases under the accession numbers listed in Table 1 .
